. The number of genes that are up-regulated (Blue) or down-regulated (Red) in P.
fluorescens SS101 cells exposed to N. americana. The genes are categorized into COGs A thru X (for specification of each of the COGs, see Table S1 ). Some genes can be placed in more than one COG and thus counted more than once. viscA mutant alone. The box plots represent the median intensity in arbitrary units after TIC normalization (horizontal line), the upper and lower quartiles (box layout, spectra in which the intensities are within a range of 25% -75% of the data), the upper and lower quantiles (dashed lines, spectra in which the intensities are within a range of 1% -99%) as well as the outliers (spectra with intensities greater than 99% and lower than 1% of the data). Table S1 . Whole genome transcriptome analysis of P. fluorescens strain SS101 in the presence of N. americana Table S2 . Co-localization ions of the MALDI-IMS of P. fluorescens strain SS101 in the presence of N. americana Table S3 . Whole genome transcriptome analysis of P. fluorescens strain SBW25 in the presence of N. americana Table S4 . Ion clusters of the lipopeptide massetolide A and its derivatives in P. fluorescens strain SS101 interaction with N. americana Table S5 . Ion cluster of 325-477 m/z in P. fluorescens strain SS101 interaction with N. americana Table S6 . Ion cluster of 766-796 m/z in P. fluorescens strain SS101 interaction with N. americana 
